ABSTRACT Rhodobacter sphaeroides is an alphaproteobacterium found in freshwater and marine ecosystems. To better understand the metabolic diversity within this species, we isolated and sequenced four R. sphaeroides isolates obtained from Trunk River in Woods Hole, Massachusetts. Here, we report the draft genome sequences of R. sphaeroides AB24, AB25, AB27, and AB29.
The genomes of AB24, AB25, AB27, and AB29 have a total assembly length of ϳ3.2 Mb (Table 1 ) and a GC content of 69.1%. Genome scaffolding produced four sequences for each strain ( Table 1 ) that mapped to chromosomes I (3.2 Mb) and II (1 Mb), as well as plasmids A (0.1 Mb) and B (0.2 Mb), of R. sphaeroides KD131 and R. sphaeroides 2.4.1, as determined by synteny analysis (17) . Neither contigs nor sequencing reads mapped to plasmid C, D, or E of R. sphaeroides 2.4.1, similar to R. sphaeroides KD131. NCBI PGAP predicted 4,280 (AB24), 4,271 (AB25), 4,086 (AB27), and 4,169 (AB29) open reading frames. The isolates contain multiple copies of genes involved in DNA replication, amino acid metabolism, motility and chemotaxis, photosynthetic light harvesting, and central carbon metabolism, as has been characterized in R. sphaeroides 2.4.1 (1, 17) . The isolates encode proteins involved in lithotrophic metabolism (Ni-Fe uptake hydrogenase and CO dehydrogenase), nitrogen fixation (Fe-Mo nitrogenase), and denitrification (nitrous oxide and nitric oxide reductase) (5, (18) (19) (20) . These genomes provide opportunities for future studies into the metabolic potential of R. sphaeroides in marine ecosystems.
Data availability. These whole-genome shotgun (WGS) projects and the raw sequencing reads have been deposited in GenBank and the NCBI Sequence Read Archive (SRA), respectively, under the accession numbers listed in Table 1 . 
